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FIGURE 1A 
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FIGURE IB 
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FIGURE 1C 
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Figure 2A 



, FRl 

Ll 1 GAAATTGTGT TGACGCAGTC TCCAGGCACC CTGTCTTTGT CTCCAGGGGA AAGAGCCACC 60 

1*2 1 GAAATTGTGT TGACGCAGTC TCCAGGCACC CTGTCTTTGT CTCCAGGGGA AAGAGCCACC 60 

L3 1 GAAATTGTGT TGACGCAGTC TCCAGGCACC CTGTCTTTGT CTCCGGGGGA AAGAGCCACC 60 

L4 1 GAAATTGTGA TGACGCAGTC TCCAGGCACC CTGTCTTTGT CTCCAGGGGA AAGAGCCACC 60 

L5 1 GATATTGTGC TGACCCAGTC TCCAGCCACC CTGTCTTTGT CTCCAGGGGA AAGAGCCACC 60 

L6 1 GATATTGTGC TGACGCAGAC TCCAGCCACC CTGTCTTTGT CTCCAGGGGA AAGAGCCACC 60 



CDR1 

Ll 61 CTCTCCTGC A GGGCCAGTCA GAGTGTTAGC AGCAGCTACT TAGCC TGGTA CCAGCAGAAA 120 

L2 61 CTCTCCTGCA GGGCCAGTCA GAGTGTTAGC AACAGCTACT TAGCCTGGTA CCAGCAGAAA 120 

L3 61 CTCTCCTGCA GGGCCAGTCA GACTGTTAAC AGCGACTACT TAGCCTGGTA CCAGCAGAAA 120 

L4 61 CTCTCCTGCA GGGCCAGTCA GAGTGTTAGC AGCGACTACT TAGCCTGGTA CCAGCAGAAA 120 

L5 61 CTCTCCTGCA GGGCCAGTCA GAGTGTTAAC AGCAACTACT TAGCCTGGTA CCAGCAGAAA 12 0 

L6 61 CTCTCCTGCA GGGCCAGTCA GAGTGTTGGC AGCAGCTACT TAGCCTGGTA CCAGCAGAGA 120 



FR2 CDR2 

III 121 CCTGGCCAGG CTCCCAGGCT CCTCATCTTT GGTGCATCCA GCAGGGCCAC TG GCATCC C A 180 

1.2 121 CCTGGCCAGG CTCCCAGGCT CCTCATCTAT GGTGCATCCA GCAGGGCCCC TGGCATCCCA 180 

L3 121 CCGGGCCAGG CTCCCAGGCT CCTCATCTAT GGTGCATCCA GCAGGGCCAC TGGCATCCCA 180 

L4 121 CCTGGCCAGG CTCCCAGGCT CCTCATCTAT GGTGCATCTA GCAGGGCCTC TGGCATCCCA 180 

L5 121 CCTGGCCAGG CTCCCAGGCT CCTCATCTAT GGTACATCCT ACAGGGCCAC TGGCATCCCA 180 

L6 121 CCTGGCCAGG CTCCCAGGCT CCTCATCTAT GGTGCATCCA GCAGGGCCAC TGGCATCCCG 180 



Ll 181 GACAGGTTCA GTGGCAGTGG GTC TGGGAC A 

L2 181 GACAGGTTCA GTGGCAGTGG GTCTGGGACA 

1*3 181 GACAGGTTCA GTGGCAGTGG GTCTGGGACA 

L4 181 GACAGGTTCA GTGGCAGTGG GTTTGGGACA 

L5 181 GACAGGTTCA GTGGCAGTGG GTCTGGGACA 

1*6 181 GACAGGTTCA GTGGCAGTGG GTCTGGGACA 



PR3 

GACTTCACTC TCACCATCAG CAGACTGGAG 240 

GACTTCACTC TCACCATCAG CAGACTGGAG 240 

GACTTCACTC TCACCATCAG CAGACTGGAG* 240 

GACTTCACTC TCACCATCAG CAGACTGGAG 240 

GACTTCACTC TCACCATCAC CAGACTGGAG 240 

GACTTCACTC TCACGATCAG CAGACTGGAG 240 



CDR3 

Ll 241 CCTGAAGATT TTGCAGTGTA TTACTG TCAG CAGTATGGTA GCTCACCTCC GTGGACG TTC 3 00. 

L2 241 CCTGAAGATT TTGCAGTGTA TTACTGTCAG CAGTATGATC ACTCAGCAGG GTGGACGTTC 3 00 

L3 241 CCTGAAGATT TTGCAGTCTA TTACTGTCAG CAGTATGGTA GGTCACCTCC GTGGACGTTC 300 

L4 241 CCTGAAGATT TTGCAATATA TTACTGTCAG CAGTATGGTA GCTCACCTCC GTGGACGTTC 300 

L5 241 CCTGAAGATT TTGCAGTGTA TTACTGTCAG CAGTATGGTA GCTCACCACC GTGGACGTTC 3 00 

L6 241 CCTGAAGATT TTGCAGTGTA TTATTGTCAG CAGTATGGAA GTTCACCTCC GTGGATGTTC 300 
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Figure 2B 



HI 

H2 

K3 

H4 

H5 

H6 

H7 

H8 

H9 

H10 

Hll 

H12 

H13 

H14 

H15 

H16 

H17 

H18 

H19 

H20 

K21 

H22 

H23 

H24 



1 

1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 
1 



GAGGTTCAGC 
GAGGTTCAGC 
GAGGTTCAGC 
GAGGTTCAGT 
GAGGTTCAGC 
GAGGTTCAGT 
GAGGTTCAGC 
GAGGTTCAGT 
GAGGTTCAGC 
GAGGTTCAGT 
GAGGTTCAGC 
GAGGTTCAGC 
GAGGTTCAGC 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 
GAGGTTCAGT 



TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGCAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 
TGGTGGAGTC 



TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
TGGGGGAGGC 
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HI 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H2 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H3 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H4 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H5 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H6 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H7 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H8 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H9 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H10 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


Hll 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H12 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H13 


61 


TCCTGTGCAG 


GCTCTGGATT CACCTTCAGT 


H14 


61 


TCCTGTGCAG 


GCTCTGGATT 


CACCTTCAGT 


H15 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


HI 6 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H17 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H18 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H19 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H20 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


K21 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H22 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H23 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 


H24 


61 


TCCTGTGCAG 


CCTCTGGATT 


CACCTTCAGT 



CDR1 

AGAAATGCTA TGTTC TGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 12 0 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 12 0 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 

AGAAATGCTA TGTTCTGGGT TCGCCAGGCT 120 
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Figure 2C 

FR2 CDR2 

HI 121 CCAGGAAAAG GTCTGGAGTG GGTATC AGGT ATTGGTACTG GTGGTGCCAC AAACTATGCA 180 

H2 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H3 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H4 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAACTATGCA 180 

H5 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAACTATGCA 180 

H6 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAACTATGCA 180 

H7 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H8 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAACTATGCA 180 

H9 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H10 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAACTATGCA 180 

Hll 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H12 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H13 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H14 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H15 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H16 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H17 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H18 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H19 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H20 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H21 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H22 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H23 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 

H24 121 CCAGGAAAAG GTCTGGAGTG GGTATCAGGT ATTGGTACTG GTGGTGCCAC AAGCTATGCA 180 



HI 181 GACTCCGTGA AGGGCC GATT CACCATCTCC 

H2 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H3 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H4 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H5 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H6 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H7 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H8 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H9 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H10 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

Hll 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H12 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H13 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H14 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

HIS 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

HI 6 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H17 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

Hi 8 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H19 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H20 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H21 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H22 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H23 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 

H24 181 GACTCCGTGA AGGGCCGATT CACCATCTCC 



FR3 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 

AGAGACAATG CCAAGAACTC CTTGTATCTT 240 
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Figure 2D 

HI 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H2 241 CAAATGAACA GCCTGAGTGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H3 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H4 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H5 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H6 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H7 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H8 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H9 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H10 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

Hll 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H12 241 CAAATGAACA GCCTGAGAGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H13 241 CAAATGAACA GCCTGAGTGC CGAGGACATG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H14 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H15 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

HI 6 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H17 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

HI 8 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

HI 9 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H20 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H21 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 3 00 

H22 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H23 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 

H24 241 CAAATGAACA GCCTGAGAGC CGAGGACACG GCTGTGTATT ACTGTGCAAG AGGGAGGTAC 300 



CDR3 



HI 


301 


TACTTTGACT 


ACTGGGGCCA 


H2 


301 


TACTTCACCC 


ACTGGGGCCA 


H3 


301 


TGGTACAACA 


ACTGGGGCCA 


H4 


301 


TACTTCCCGT 


GGTGGGGC C A 


H5 


301 


TACTTCACGA 


GGTGGGGC C A 


H6 


301 


TGGTACCCGT 


GGTGGGGC C A 


H7 


301 


TGGTACCCGT 


GGTGGGGCCA 


H8 


301 


TGGTTCCCGT 


GGTGGGGCCA 


H9 


301 


TGGTTCCCGT 


GGTGGGGCCA 


H10 


301 


TGGTACCCGT 


GGTGGGGCCA 


Hll 


301 


TGGTACCCGT 


GGTGGGGCCA 


H12 


301 


TACTTCCCGT 


GGTGGGGCCA 


H13 


301 


TACTTCCCGT 


GGTGGGGCCA 


H14 


301 


TACTTCCCGT 


GGTGGGGCCA 


H15 


301 


TACTTTGACT 


ACTGGGGCCA 


H16 


301 


TACTTCACCC 


ACTGGGGCCA 


H17 


301 


TGGTACAACA 


ACTGGGGCCA 


H18 


301 


TACTTCACGA 


GGTGGGGCCA 


H19 


301 


TGGTACCCGT 


GGTGGGGCCA 


H20 


301 


TGGTACCCGT 


GGTGGGGCCA 


H21 


301 


TGGTTCCCGT 


GGTGGGGCCA 


H22 


301 


TGGTTCCCGT 


GGTGGGGCCA 


H23 


301 


TGGTACCCGT 


GGTGGGGCCA 


H24 


301 


TGGTACCCGT 


GGTGGGGCCA 





FR4 






GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 


GGGAACCCTG 


GTCACCGTCT 


CCTCA 


345 
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